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SUPPLEMENTARY METHODS
Homozygous par2-1 plants were genotyped by using specific oligos: BO2 (see below), BO21 (5'-GTA-AGC-GCG-TGA-CAA-TCA-AGA-TCC-3') and LBb1 (RoigVillanova et al, 2006) . Homozygous hfr1-4 plants were genotyped using RO24 (5'-CTG-TAT-GTT-AGA-ATC-TAG-CCG-3'), RO26 (5'-ATG-CCT-TTT-CTG-ATC-TGT-GAG-3') and LBb1. Homozygous hfr1-5 plants were genotyped using RO25 (5'-AAC-ATG-TCG-AAT-AAT-CAA-GCT-TTC-ATG-3'), RO26 and LBb1.
The entire coding sequences of PAR1 and PAR2 were PCR-amplified with primers JO329 (5'-ggc-tcg-agc-ATG-GAA-ACT-CTA-GCC-AC-3'), JO330 (5'-cga-agc-ttggta-ccT-CAA-CCT-CCG-AAC-TTC-ATG-TC-3'), JO331 (5'-ggc-cAT-GGA-AGA-GGC-AAC-TCT-AGC-CAC-3'), JO332 (5'-cga-cta-gtA-CCT-CCG-AAC-TTC-ATG-TCT-TC3'), BO1 (5´-ggc-cAT-GG-AGA-AAA-CCC-TAG-CCA-C-3') and BO2 (5'-gga-cta-gtA-CCT-CCA-AAC-TTC-ATA-TC-3'). The sequences corresponding to the original coding regions are indicated in uppercase, the added sequences are indicated in lowercase and the generated restriction sites used for the cloning are underlined.
Different primer combinations were used to amplify PAR1 (P1a: JO329 + JO330 and P1b: JO331 + JO332) and PAR2 (P2: BO1 + BO2) using Col-0 genomic DNA as a template. P1a, P1b and P2 products were subcloned into pTZ57T/R (Fermentas) to generate pACV9, pACV4 and pJB3, respectively. The inserts were sequenced to confirm their identity. The EcoRI fragment of pJF285 (containing PAR1; RoigVillanova et al, 2006) , was subcloned into pBS-SK+ (Stratagene) generating pBF7. The
KpnI-BamHI fragments of pBF7 and pJB3 were introduced into the same sites of pBinAr (Hofgen and Willmitzer, 1990) , resulting in pJB1 (P 35S :PAR1) and pJB2 (P 35S :PAR2) respectively. The NcoI-SpeI fragments of pACV9 and pJB3 were subcloned into the same sites of (i) pCAMBIA-1302 generating pBF1 (P 35S :PAR1-G) and pJB4 (P 35S :PAR2-G), respectively, and (ii) pCAMBIA-1303 generating pSP14 (P 35S :PAR1-GG) and pJB5 (P 35S :PAR2-GG), respectively. A XbaI-BamHI fragment of pACV9 was subcloned into the same sites of pGREEN0029 (Hellens et al, 2000) generating pBF6 (PAR1-GR). A XbaI-EcoRI fragment of pBF6 was blunt-ended with Klenow and subcloned into SmaI-digested pBinAr, generating pIR33 (P 35S :PAR1-GR).
The XhoI-KpnI and XbaI-HindIII fragments of pACV4 were sequentially subcloned into the same sites of pHANNIBAL (Wesley et al, 2001 ) generating pACV6. A PstI-SacI fragment of pACV6 was subcloned into the same sites of pCAMBIA-2300 generating pACV7 (PAR1-RNAi), that contained the whole PAR1 coding region cloned in sense/antisense direction.
The entire coding sequences of SAUR15 and SAUR68 were cloned by amplifying Col-0 genomic DNA with specific primers: RO28 (5'-ATG-GCT-TTT-TTG-AGG-AGT-TTC-TTG-3') and RO29 (5'-TCA-TTG-TAT-CTG-AGA-TGT-GAC-3') for SAUR15; and RO32 (5'-ATG-GCT-AAG-AAA-TGG-CAA-CAA-AG-3') and RO33 (5'-CTA-TAA-TAC-AAG-CAA-TTG-TTG-3') for SAUR68. PCR products were subcloned into pCRII-TOPO (Invitrogen) to give pAG3 and pAG2, respectively. Inserts were sequenced for identity confirmation.
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Genes were considered to be differentially expressed if the estimated fold-change (FC) was > |1.5|, signal was > 50, z-score was < |2| and p-value was < 0.1. Using these criteria a total of 120 genes were identified: 50 up-regulated (including the transgene) and 70 down-regulated (including SAUR15, SAUR68 and 8 more SAUR genes). Gene descriptions are according to the TAIR database (www.arabidopsis.org), except for PAR1 and SAUR genes (named according to Hagen and Guilfoyle, 2002) . 
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